ABSTRACT Vibrio vulnificus is a Gram-negative bacterium and an opportunistic pathogen that can cause septicemia or necrotizing fasciitis. Here, we report the draft genome sequences of 42 environmental V. vulnificus strains collected from the northern Gulf of Mexico. These data will allow for more robust comparisons between clinical and environmental strains.
V
ibrio vulnificus is a Gram-negative marine bacterium with a single polar flagellum (1) . This bacterium is capable of producing necrotizing fasciitis if it enters the human body through broken skin or may cause sepsis if ingested, usually through the consumption of raw oysters (2) . Previous studies have identified clinical and environmental ecotypes based on sequence polymorphism of the 16S rRNA gene (3) and the virulence-correlated gene (vcg) (4) . Whole-genome sequencing has confirmed the existence of distinct clinical and environmental ecotypes (5) , and the comparative analysis of clinical and environmental genomes has aided in the identification of genes likely required for virulence (6, 7) . However, virulence remains poorly understood, and the lack of a large public collection of nonpathogenic genomes has been cited as a limitation (8) . To address this data gap, we report the draft genome sequences of 42 environmental strains isolated from the northern Gulf of Mexico (NGOM).
The 42 environmental V. vulnificus strains were isolated previously from seven locations in the Texas segment of the NGOM between August 2006 and July 2007 (9) . Isolates were cultured at 37°C overnight on tryptic soy blood agar (Remel, San Diego, CA) and confirmed as V. vulnificus with matrix-assisted laser desorption ionization-time of flight (MALDI-TOF) mass spectrometry (MALDI Biotyper; Bruker, Billerica, MA), as described previously (10) . Genomic DNA was extracted with a QIAamp DNA minikit (Qiagen, Hilden, Germany) and quantified with a Qubit double-stranded DNA (dsDNA) broad-range (BR) assay kit (Fisher Scientific, Hampton, NH). Multiplexed paired-end libraries were prepared using a Nextera XT index kit (Illumina, San Diego, CA), per the manufacturer's instructions, with the modification that libraries were normalized by the estimated genome size prior to pooling. Sequencing was completed using the Illumina MiSeq 500-cycle kit (v2) following standard FastQ-only generation protocols to produce 250-bp paired-end reads. Overlapping paired reads were merged with FLASH version 1.2.11 (option -M 300) (11) . Adapter sequences and low-quality bases were trimmed using Trim Galore! version 0.4.0 (options -paired -retain_unpaired) (12) . Trimmed reads for the 42 genomes were assembled using SPAdes version 3.9.0 (option -k 127) (13) . The 42 genomes were also assembled using MaSuRCA version 3.2.8 (default options) (14) using the insert size distribution estimated with BWA (default options) (15) . For this purpose, paired reads were aligned to a draft genome (assembled with SPAdes), and the mean insert size and standard deviation were estimated by parsing the final alignment (in SAM format) with an awk script (16) . The draft genome assemblies were filtered by length (500-bp cutoff), and assembly metrics (e.g., total genome size [bp], number of contigs, N 50 value, and GϩC content [%]) were calculated by QUAST version 4.1 (default options) (17) to determine which assembler (SPAdes or MaSuRCA) produced a higher-quality genome. For the genomes of two strains, 18057 and 18063, MaSuRCA produced higher-quality assemblies. Draft genomes were annotated using the National Center for Biotechnology Information's (NCBI's) Prokaryotic Genome Annotation Pipeline (PGAP) (18) . Table 1 shows the assembly metrics for the 42 V. vulnificus genomes, including the overall genome size (bp), number of contigs, N 50 value, and GϩC content (%). The availability of these genomes will augment future comparative genomic analyses focused on the differentiation of clinical and environmental strains. Additionally, the availability of these genomes will advance the understanding of the environmental V. vulnificus reservoir.
Data availability. These whole-genome shotgun projects have been deposited at GenBank under the accession numbers listed in Table 1 . The raw sequence reads were deposited in the Sequence Read Archive under BioProject accession number PRJNA475262. 
